COMMON NAME

SUBTYPE A:
ROD
NIHZ
ISY
ST
BEN
CAM2
D194
GH1
JAU1
KR
MDS
VALI
uc2

SUBTYPE B:
ucC1

D205

EHOA

SUBTYPE SD:
MM251
MM1A11
MM32H
MM316S
MM239
MM142
MNE
SMMH4
SMMH9
SMMPBJ

SUBTYPE STM:

STM

Sequences in th&/if Alignment

LOCUS

HIV2ROD
HIV2NIHZ
HIV2ISY
HIV2ST
HIV2BEN
HIV2CAM2
HIVD194
HIV2GH1
HIV2VIF1JAU
HIV2U22047
HIV2MDS
HIV2VIFALI
HIV2UC2

HIV2UC1GNM
HIVTRENGE
HIV2EHOA

SIVMM251
SIV1A11AA
SIVMM32H
SIVMM316S
SIVMM239
SIVMM142
SIVMNE
SIVSMMH4
SIVGAGAB
SIVSMMPBJA

SIVSTM

ACC #

M15390
J03654
J04498

M31113

M30502
D00835

J04542

M30895

L28935

uz22047

748731

L28934

U38293

LO7625
X61240
L14545

M19499
M76764
D01065
L22790
M33262
M16403
M32741
X14307
M80194
M31325

M83293
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HIV2/SIV VIF

CONSENSUS-A ATGGAggAAGgCaaGAgaTGGATAgtgGTtCCcAccTGGAGGGTgCCAGGGAGg’>°’>ATGGAGAagTGGC 67
ROD A---- 67
NIHZ TT GA---- 67
sy - CcC C A---- 67
ST e C------ A--T G----- 67
BEN A--G--AC A--C A---- 67
CAM2 C CA A... 67
D194 AC A G----- 67
GH1I e AC------ AGG G----- 67
JAU1 A C-----T 67
KR G----G A T A 67
MDS C C----- T A 67
VALI C-----T 67
uc2 C A--C G----- 67
CONSENSUS-B ATGGAGGaGGAAAAGaATTGGATTGtaGTgCCGACaTGGAGGATACCAgGCAGG .CTAGAGAgaTGGC 67
uUC1l G--A-mm e A----- 67
D205 G 67
EHOA C G T----- G---- 67
CONSENSUS-SD ATGGAGGAGGAAAAGAggTGGATAG'7aGTTCCCACaTGGAGGATACCGGaGAGG .CTAGAGAQGTGGC 66
MM251 . 67
MM1A11 A C 67
MM32H G C 67
MM316S C 67
MM239 C 67
MM142 A---m-- T 67
MNE C 67
SMMH4 AT TG T 67
SMMH9 AT TG T G----. - A ————— 67
SMMPBJ e AT------- TG T G----. A 67
CONSENSUS-STM ATGGAGGAGGAAAAGAGGTGGATAGTGGTTCCCACCTGGAGGATACCAGGGAGG .CTGGAGAGGTGGC 67
ST™M 67

<- pol cds
CONSENSUS-A ATagccTthcAAgtAtcTaAAatACAgAACAaaaGAtcTaGAa'7aGGTthCTATGTtCCCCAcCAtAA 136
ROD A------ 137
NIHZz - T-G CT-G r‘T————GA————A —————————————— T----- 137
ISY A C----- C 137
ST A GG GA 137
BEN -GC C--G C-----GG-----C--mmmmmmmmmme- C-- 137
CAM2 A----GG C 137
D194 e C-C--G--G---------=--=- CT----GG-----C---mmmmmmmm- T--C-- 137
GH1 —-T C G---C--G G- Crrrmmmmmmmmmmmnae C-- 137
JAU1 G--A C 137
KR C G--GG 137
MDS T A G----C C 137
VALI C-----G A 137
uc2 A--C C-----GGG----C---mmmmmmmmmmnn C-- 137
CONSENSUS-B ACAGTCTgaTtAAgTAcCTgAAgtATAGaACAaaAGAgTTGCAACAGGTCTCTTATGTCCCTCACCACAA 137
UC1 G-C 137
D205 T--T GG 137
EHOA - A-----A A-----G C T T-- 137
CONSENSUS-SD ATAGCCTCATaAAAtAtcTGAAATATAAaACTAAAGAICTACAaAaGG?TTGCTATGTgCCCCATcaTAA 135
MM251 T TT--- 137
MM1A11 T TT--- 137
MM32H T T---- 137
MM316S T TT--- 137
MM239 T TT--- 137
MM142 T C 137
MNE T
SMMH4 C---C-C C 137
SMMH9 C---C-C C C 137
SMMPBJ C---C-C C C 137
CONSENSUS-STM ATAGCCTCATAAAACATTTAAAGTATAACACTAAAGAGCTAAGCAAGGCATGCTATGTGCCCCACCATAA 137
ST™M 137
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HIV2/SIV VIF

CONSENSUS-A GGTgGGaTGGGCaTGGTGGACTTGCAGCAGGGTAATATTCCCatTaaaAGgaaaaAGTCatCTaGAgATA 206

207

ROD 207
NIHZ - G C-G----AG--C-------- G------ 207
sy e G C 207
ST G 207
BEN 207
CAM2 ---A 207
D194 ---A 207
GH1 G 207
JAU1 207
KR C 207
MDS G 207
VALI C 207
uc2 C G 207
CONSENSUS-B GGTaGGATGGGCtTGGTGGACTTGCAGTAGAgTAATATTtCCCCTaAAagAAGgAGCAta”cTAGAaGTC 206
ucC1 --G C A------ CT----G--- 207
D205 A CA------m-- GG--------- 207
EHOA G C-T 207
CONSENSUS-SD gGTCGGATGGGCATGGTGGACCTGCAGCAGAGTAATCTTCCCaCTAcagGAag"aagcCAtTTaGAAGTA 204
MM251 C G 207
MM1A11 G 207
MM32H G 207
MM316S GG 207
MM239 G 207
MM142 G 207
MNE A---AA------ A-meemeem 207
SMMH4 A--T T T-meeen T--AG---T-AG-CT-----G------ 207
SMMH9 A--T T GT--AG---T-AGGCT-----G------ 207
SMMPBJ A--T T--A----T-A-GCT-----G------ 207
CONSENSUS-STM GGTTGGGTGGGCATGGTGGACTTGCAGTAGAGTGATTTTTCCCTTGCAAGGAGAAGCACACCTAGAAGTT
ST™M 207
CONSENSUS-A  CAgGCATAtTGGAACCTAACaCCAGAAAAAGGATGGCTCTCCTCLttAttCAGTaAGaaTaACtTGGTAta 276
ROD T C- 277
NIHZ --A T C-C-mmaeGrmmmmmmmmmmeeeen 277
ISY G CT 277
ST C C C 277
BEN C--G T----C 277
CAM2 T G G C- 277
D194 C GT----C------- 277
GH1 G C G C 277
JAUL G 277
KR G C 277
MDS Tmmm-Am-Gmmmeee GC-G-------- C- 277
VALI G 277
uc2 G C C----C 277
CONSENSUS-B CAAGGaTAtTGGAACCTgACCCCaGAAAGGGGATTCTTGAGCTCCTATGCTGTAAGACTAACATGGTATg 276
uct - G T A 277
D205 A 277
EHOA C T 277
CONSENSUS-SD CAaGGgTATTGGaaTTTGaCACCAGAaaaAGGgTGGCTCAGTACTtATGCAGTgAG’?ATAACCTGGTACT 273
MM251 G G 277
MM1A11 C GG 277
MM32H C G T--G 277
MM316S CG G 277
MM239 C G 277
MM142 G G 277
MNE G C A 277
SMMH4 - A G A A--A 277
SMMH9 - A GR A 277
SMMPBJ -G--A G A 277
CONSENSUS-STM CAAGGGTATTGGAATTTAACACCAGAAAAAGGATGGCTCAGTGAATATGCTGTGAGGATAACTTGGTATA 277
ST™M 277
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HIV2/SIV VIF

CONSENSUS-A  CAGAaaagTTCTGGACAGATGTIACCCCAGACTITGCaGAC?cCCTAATACALaGCACITATTTCICTTG 345
ROD TGT C—- 347
NIHZ TA 347
13 25— GG A C 347
ST A G--T 347
BEN AT 347
CAM2 C A T 347
D194 T C 347
GHL e G YNy H——— 347
JAUL T G 347
KR —-G-G T 347
MDS A T A 347
VALI T G 347
ucz A C-e-G-- 347
CONSENSUS-B  AgAGGAGCTTTTATACAGATGTaACACCTGAIGTgGCAGACCagETACTGCATGGGTCTTATTTCTCTTg 346
uci -A G 347
D205 e A 347
EHOA T YN ¢y H—— c 347
CONSENSUS-SD  CaAggaAcTTtTGGACAGATGtaACACCAGACTaTGCAGACAITTTACTGCATaGCACTTATTTCCCTTG 343
MM251 347
MM1A11 —A A 347
MM32H 347
MM316S —A A 347
MM239 A A 347
MM142 —A-G A T 347
MNE G 347
SMMH4 -C--A-T--C T C 347
SMMH9 -C--A-T--C C T C G 347
SMMPBJ -C—-A-T--C G T C 347
CONSENSUS-STM CCAGAAATTTCTGGTCAGATGTAACACCAGACTGTGCAGATCAGCTACTGCATGGCACTTATTTCCCTTG 347
STM 347
V3s
CONSENSUS-A  cTTTaCgGCaGGIGAAGIAAGAAGAGCCATCAGAGGIGAAAAGHATGTCCTGCTGCAAPTAICCCaa 414
ROD A TeeG- 417
NIHZ A A-C--G- 417
ISY G--A-—---C T 417
ST C C—-A C--Cormme 417
BEN C 417
CAM2 A----G AeeeG- 417
D194 C--Cormee 417
GH1 C 417
JAUL Tee-A- 417
KR T G c g P R— 417
MDS e A c T G 47
VALI T G 47
ucz C 417
CONSENSUS-B  cTTTaCAGCCAATGAAGTAAGGAGAGCCATCAGGGGAGAAAAGATATTGTCCIACTGCAACTAICCATCA 416
ucl 417
D205 T 417
EHOA G T C o 417
CONSENSUS-SD  CTTTaCAGCGGGAGAAGTgaGaAgGGCCATCAGGGGAGAaCaAcTGCTGTCTTGCTGCA?GTTCCCgAgA 412
MM251 A 417
MM1A11 G 417
MM32H T ISR W— 417
MM316S G 417
MM239 G 417
MM142 G Gre-Aee 417
MNE G 417
SMMHA4 e T=-A AC-G-A GA-T A A 417
SMMH9 e T=-A AC A-T A A 417
SMMPBJ —T--A AC AT A A 417
CONSENSUS-STM CTTTACAGCGGGAGAAGTGAGAAGAGCCATCAGGGGAGAAAAGTTACTGTCTTGCTGCAGGTTCACGAAA 417

STM
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HIV2/SIV VIF

5" sj V (rare) vpx cds ->
CONSENSUS-A  GC?CATAaatc?cAGGTACCQtcACTtCAaTttcTgGCCtTAGTgGTAGTgCAaCAAAATGaC...Agac 479
ROD -T---G-G-C 484
NIHZ --G----G---C o 484
ISY --C-----G--CA C A-—---A--G A 484
ST --C-----G-AC C--G 484
BEN Tomeee-G-Amnmeeen Aceeeennne- AC--A---C----A--e--A-mnmm 484
CAM2 --C----G---C 484
D194 iy N ¢ . W— YW Y O N o N —— 484
GH1 ~Tee-GTA--- YW Y O N o N — 484
JAUL --T C C------ T
KR --C----G---TA T---C A 484
MDS --C T A 484
VALI --C----- G--A C 484
uc2 e G-A-------- g AC--A---C-mmmmmmmmmmmmm o 484
CONSENSUS-B GCTCAcgaAGGgCAGGTACCAAGcTTACAGTTTCTAGCCCTAAGgGTchACAgGAAGGAAAAgATGGAT 486
uC1 A 487
D205 A------ 487
EHOA - TAC---C T A--T-----A 487
CONSENSUS-SD GCTCATAagaacCAGGTACCAAGCCTACAGTACITAGCACT?A?AGTAGTa...AG?cATGTC...agaT 473
MM251 G- 481
MM1A11 T 481
MM32H G-T T 481
MM316S T 481
MM239 T 481
MM142 C T 481
MNE C T 481
SMMH4 A--T 481
SMMH9 T 481
SMMPBJ T 481
CONSENSUS-STM GCTCATAAGAACCAGGTACCAAGCTTACAGTACTTAGCTTTAAAAGTAGTG .GAACATGTC...AGAT 481
ST™M 481
CONSENSUS-A CCCAGagAaAcagTaCCaCCAGGAAACaGtGGCGAaGagACtATchagAGGCCTTCGagTGGCTAgAcA 549
ROD CC------A--- 554
NIHZ G e O G A CA 554
ISY G--A A A T 554
ST G--A A 554
BEN GG-----G Ameennn C--Tommmmmmmmmmeeme e G- 554
CAM2 G--C A CC 554
D194 e GG--G--G-------mm-om- A-mmeee- O B 554
GH1 GG----- G A C--T 554
JAU1 ATA A 554
KR e A G TA-----T T----CT A- 554
MDS G AGC cC 554
VALI 554
uc2 GG--C--G A-mnmeme- Co-Tommmmmmmmm e 554
CONSENSUS-B CCCAGGGAGAGAGTgCCACCAGGAAACAGCGaCGAAGAAACAgTAGGAGAaGCATTCGatTGGCTAGAaA 556
UC1 557
D205 C 557
EHOA A G G A G- 557
CONSENSUS-SD CCCAGQgGAGAGaATCCCACCTGGAAACAGTGGAGAAGAQGACaaTAGGagAgGCcTTCGAaTGGCTAaACA 543
MM251 551
MM1A11 551
MM32H A 551
MM316S 551
MM239 551
MM142 A G 551
MNE - A A 551
SMMH4 G A A 551
SMMH9 R A--RR----C----- Y----- C------ C--- 551
SMMPBJ A C C------ G--- 551

CONSENSUS-STM CCCAGAGAGAGAATACCGCCCGGAAACAGTGGAGAAGAGGCAATAGAGGAAGCATTCGAGTGGCTACACA

ST™M
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HIV2/SIV VIF

CONSENSUS-A GGAC"gTaGAaGCcaTaAACAGaGAgGCaGTgAACCACCthCCCGaGAgCTtATTTTCCAGGTgTGGCA 618
ROD ----A T----- 624

NIHZ € T----AC--A -------- C-mmmmmmeens C----- 624

ISY -G A-G 624

ST -G 624

BEN ----CA T G T C 624

CAM2 ----A T T G 624

D194 ----TA T G T C 624

GH1 ---TA T T C 624

JAU1 ---A--G--G A 624

KR --TG-----G T--G 624

MDS ----A G-----T 624

VALI --=-A-----G---T G-----T G-----C 624

uc2 ----TA T-G G--A C 624

CONSENSUS-B gAACAaTAaCAgAgCTCAACAGgGTAGCaGTCAACCACTTGCCCCGaGAACTtATTTTCCAGGTCTGGCA 626
ucC1 627

D205 G T 627

EHOA C----T--GA-C-T A T A-G 627

CONSENSUS-SD GAACAgTAGAgGAgATAAACAGaGagGCaGTaAAcCACCTaCCaAGGGAgCTaATTTTCCAGGTtTGGCa 613
MM251 G 621

MM1A11 621

MM32H 621

MM316S 621

MM239 621

MM142 G 621

MNE T-G 621

SMMH4 A--A G-CA d € O G 621

SMMH9 - S----A--A-------- G-CA-----G--T--TT-G--R--------
SMMPBJ - A--A-------- G-CA-----G--T--TT-G--G-----A----------=--- C----G 621

CONSENSUS-STM GAACGGTAGAGGACATAAACCGAGAGGCAGTAAACCATCTACCGAGGGAACTGATTTTCCAGGTCTGGCG 621
ST™M 621

CONSENSUS-A  aAGGTCCTGGagATACTGGCATGA 642
ROD 645

NIHZ 645

ISY 645

ST 645

BEN 645

CAM2 645

D194 645

GH1 645

JAUL 648

KR 648

MDS 648

VALI 648

uc2 648

CONSENSUS-B
uC1l

D205 648

EHOA 651
CONSENSUS-SD AAGGtCtTGGGAATACTGGCATGA 637
MM251 642

MM1A11 642

MM32H 642

MM316S 645

MM239 642

MM142 642

MNE 642

SMMH4 642

SMMH9 642

SMMPBJ 642
CONSENSUS-STM AAGGTCTTGGGAATACTGGCA 642
STM e 642

OO

650
648

|-B-66
DEC 95



